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Back to orfanai.cgi 



Analysis of 14790 (1649 aa) 




J I j , | I | ! | I j 1 J 1 j t | I | t | ! j I | I | t j I j 1 | I j t f I J I | S | * } I j I j « | ■ | • [ < | f | ' | ' | ' | » i ' 

1 -II 81 121 161 201 241 281 321 361 401 441 481 521 561 601 641 i 



>14790 

maggrgapgrgrdeppesypqrqdhelqaleaiygadfqdlrpdacgpvkeppeinlvly 
: eqgltgeevyvkvdlrvkcpptypdwpeielknakglsnesvnllksrleelakkhcge 
^vjllfelayhvqsflsehnkpppksfheemlerraqeeqqrlleakrkeeqeqreilheiq 
ofrkeeikeekkrkemakqerleiaslsnqdhtskkdpgghrtaailhggspdfvgngkhr 
!aSssgrsrrerqysvcnsedspgsceilyfnmgspdqlmvhkgkcigsdeqlgklvynal 
^flatggfvllyewvlqwqkkmgpfltsqekekidkckkqiqgtetefnslvklshpnwr 
;xfeamnlkeqddsi wdilvehi sgvslaahlshsgpi pvhqlrrytaqllsgldylhsns 
hqfhkvlsasnvlvdaegtvkitdysiskriadickedvfeqtrvrfsdnalpyktgkkgd 
hsfrlgllllslsqgqecgeypvtipsdlpadfqdflkkcvclddkerwspqqllkhsfin 
t^pkmplveqspedsggqdyvetvipsnrlpsaaffsetqrqfsryfiefeelqllgkga 
^avikvqnkldgccyavkripinpasrqfrrikgevtllsrlhhenivryynawierhe 
isbagpgtpppdsgplakddraargqpasdtdgldsveaaapppilsssvewstsgersas 
^fpatgpgssddedddedehggvfsqsflpasdsesdiifdnedensksqnqdedcnek 
yc3chesepsvtteavhylyiqmeycekstlrdtiix3glyrdtvrlwrlfreildglayih 
.ekgmihrdlkpvnifldsddhvkigdfglatdhlafsadskqddqtgdliksdpsghltg 
m^gtalyvspevqgstksaynqkvdlfslgiiffemsyhpmvtaserifvlnqlrdptsp 
ifegpedfddgehakqksviswllnhdpakrptatellksellpppqmeeselhevlhhtlt 
srvdgkayrtmmaqi fsqri spa i dytydsdi lkgnfs i rtakmqqhvceti i ri fkrhga 
^lctplllprnrqiyehneaalfmdhsgmlvmlpfdlripfaryvarnnilnlkrycie 
i'^Ifrprkldrfhpkellecafdivtsttnsflptaeiiytiyeiiqefpalqernysiyl 
: i^tmllkaillhcgipedklsqvyiilydavtekltrreveakfcnlslssnslcrlykf 
^qkgdlqdlmptinslikqktgiaqlvkyglkdleewgllkklgiklqvlinlglvyk 
^qhngiifqfvafikrrqravpeilaaggrydllipqfrgpqalgpvptaigvsiaidk 
'^aavlnmeesvtisscdllwsvgqmsmsrainltqklwtagitaeimydwsqsqeelq 
igcrhheityvalvsdkegshvkvksfekerqtekrvletelvdhvlqklrtkvtderng 
reasdnlavqnlkgsfsnasglfeihgatwpivsvlapeklsastrrryetqvqtrlqt 
slanlhqksseieilavdlpketilqflslewdadeqafnttvkqllsrlpkqrylklvc 
deiynikvekkvsvlflysyrddyyrilf 



PSORT Prediction of Protein Localization 

MITDISC: discrimination of mitochondrial targeting seq 
R content: 3 Hyd Moment{75): 7.37 

Hyd Moment (95): 6.02 G content: 5 
D/E content: 2 S/T content: 0 

Score : -6.53 

Gavel: prediction of cleavage sites for mitochondrial preseq 
R-2 motif at 20 GRG | RD 

NUCDISC: discrimination of nuclear localization signals 
pat4: KKRK (5) at 190 
pat4: RPRK (4) at 1144 
pat7 : none 

bipartite: RRAQEEQQRLLEAKRKE at 152 
bipartite: KRIPINPASRQFRRIKG at 619 
content of basic residues: 12.1% 

NLS Score: 1 .08 _ 

FIG. 7a 

ER Membrane Retention Signals: 

http://tango.mpi.com/seqanal/orfanal/14790.16890.htm) 
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XXRR-like motif in the N- terminus: AGGR 



none 



Final Results (k = 9/23): 



56.5 %: nuclear 

30.4 %: cytoplasmic 

4.3 % : vacuolar 

4.3 % : mitochondrial 

4.3 %: vesicles of secretory system 



prediction for 14790 is nuc (k=23) 



Start 


End 


Feature 


Seq 


144 


204 


coiled coil 


FHEEMLERRA...AKQERLEIAS 



Signal Peptide Predictions for 14790 



Method 


Predict 


Score | Mat@ 


SignalP (eukaryote) 


NO 


I 



Note: ammo-terminal 70aa used for signal peptide prediction 



transmembrane Segments Predicted by MEMSAT 



Itart 


End 


Orient 


Score 


J522 


1538 


ins-->out 


0.8 



ygGGRGAPGRGRDEPPESYPQRQDHELQALEAIYGADFQDLRPDACGPVKEPPEINLVLY 
;P^GLTGEEVYVKVDLRVKCPPTYPDVVPEIELKNAKGLSNESVNLLKSRLEELAKKHCGE 
^IFELAYHVQSFLSEHNKPPPKSFHEEMLERRAQEEQQRLLEAKRKEEQEQREILHEIQ 
fflKEEIKEEKKRKEMAKQERLEIASLSNQDHTSKKDPGGHRTAAILHGGSPDFVGNGKHR 

anssgrsrrerqysvcnsedspgsceilyfnmgspdqlmvhkgkcigsdeqlgklvynal 
Itatggfvllyewvlqwqkkmgpfltsqekekidkckkqiogtetefnslvklshpnwr 
^amnlkeqddsiwdilvehisgvslaahlshsgpipvhqlrrytaqllsgldylhsns 
femkvlsasnvlvdaegtvkitdysiskrladickedvfeqtrvrfsdnalpyktgkkgd 
j^rlgllllslsqgqecgeypvtipsdlpadfqdflkkcvclddkerwspqqllkhsfin 
■pagpkmplveqspedsggqdyvetvipsnrlpsaaffsetqrqfsryfiefeelqllgkga 
; fgavikvqnkldgccyavkripinpasrqfrrikgevtllsrlhhenivryynawierhe 
•gagpgtpppdsgplakddraargqpasdtdgldsveaaapppilsssvewstsgersas 
ab.fpatgpgssddedddedehggvfsqsflpasdsesdiifdnedensksqnqdedcnek 
b^hesepsvtteavhylyiqmeycekstlrdtir>^lyrdtvrlwrlfreildglayih 
•el|gmihrdlkpvnifldsddhvkigdfglatdhlafsadskqddqtgdliksdpsghltg 
svgtalyvspevqgstksaynqkvdlfslgiiffemsyhpmvtaserifvlnqlrdptsp 
kfpedfddgehakqksviswllnhdpakrptatellksellpppqmeeselhevlhhtlt 
nvdgkayrtmmaqifsqrispaidytydsdilkgnfsirtakmqqhvcetiirifkrhga 
vqlctplllprnrqiyehneaalfmdhsgmlvmlpfdlripfaryvarnnilnlkrycie 
rvfrprkldrfhpkellecafdi vtsttnsflptaeiiytiyeiiqefpalqernysiyl 
nhtmllkaillhcgipedklsqvyiilydavtekltrreveakfcnlslssnslcrlykf 
ieqkgdlqdlmptinslikqktgiaqlvkyglkdleewgllkklgiklqvlinlglvyk 
vqqhngi ifqfvafikrrqravpeilaaggrydllipqfrgpqalgpvptaigvsiaidk 
isaavlnmeesvtisscdllwsvgqmsmsrainltqklwtagitaeimydwsqsqeelq 
eycrhheityvalvsdkegshvkvksfekerqtekrvletelvdhvlqklrtkvtderng 
reasdnlavqnlkgsfsnasglfe i hgat wpi ( /s vlapekls astrrryetqvqtrlqt 

SLANLHQKSSEIEILAVDLPKETILQFLSLEWDADEQAFNTTVKQLLSRLPKQRYLKLVC 
DEIYNIKVEKKVSVLFLYSYRDDYYRILF 



Prosite Pattern Matches for 14790 

Prosite version: Release 12.2 of February 1995 

> PS00001 I PPOC00001 I ASN GLYCOSYLATION N-glycosylation site. 

Query: 100 NESV 103 

Query: 242 NSSG 245 

http://tango.mpi.eom/seqanal/orfanal/1 4790. 1 6890.html 
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Query : 


1055 


NFS I 


1058 


Query: 


1195 


NYSI 


1198 


Query : 


1201 


NHTM 


1204 


Query: 


1246 


NLSL 


1249 


Query: 


1414 


NLTQ 


1417 


Query: 


1518 


NASG 


1521 


Query: 


1600 


NTTV 


1603 



> ?SQ0004 1 PDOC00004 | CAMP_PHOSPHO_SITE cAMP- and cGMP- dependent protein kinase phosphorylation site. 

Query: 403 RRYT 406 

Query: 988 KRPT 991 

Query: 163 0 KKVS 1633 

> ?S000Q5 | PDQC00005j PKC PHOSPHO SITE Protein kinase C phosphorylation site. 



Query: 


212 


TSK 


214 


Query: 


244 


SGR 


246 


CHr ry: 


247 


SRR 


249 


Qiybry • 


438 


TVK 


440 


Query: 


447 


SKR 


449 


Query: 


475 


TGK 


477 


(gjjjffery : 


567 


SNR 


569 


Ottery : 


579 


TQR 


581 


C?uery : 


720 


SAR 


722 


Qttery : 


809 


TLR 


811 


Q%§ ry: 


822 


TVR 


824 




915 


STK 


917 


C^ry: 


945 


SER 


947 


Qttery : 


959 


SPK 


961 


Query: 


1036 


SQR 


1038 


Query: 


1057 


SIR 


1059 


Query: 


1060 


TAK 


1062 


Query: 


1232 


TEK 


1234 


Query : 


1236 


TRR 


1238 


Query : 


1416 


TQK 


1418 


Query : 


1455 


SDK 


1457 


Query : 


1473 


TEK 


1475 


Query: 


1545 


STR 


1547 


Query: 


1602 


TVK 


1604 


Query: 


1639 


SYR 


1641 



> ?S0 00 05 j PDOC00006|CK2_PHOSPHO_SITE Casein kinase II phosphorylation site. 

FIG. 7e 

Query: 65 TGEE 68 
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Query : 


82 


TYPD 


85 


Query: 


108 


SRLE 


111 


Query : 


144 


SFHE 


147 


Query : 


207 


SNQD 


210 


Query: 


213 


SKKD 


216 


Query : 


247 


SRRE 


250 


Query: 


326 


TSQE 


329 


Query : 


343 


TETE 


346 


Query : 


411 


SGLD 


414 


Query : 


551 


SPED 


554 


Query: 


688 


SDTD 


691 


Query: 


707 


SSVE 


710 


Query: 


713 


TSGE 


716 


Query : 


730 


SSDD 


733 


Query : 


753 


SDSE 


756 


Query: 


809 


TLRD 


812 


■^ery: 


880 


SKQD 


883 


#ery : 


943 


TASE 


946 


tilery: 


991 


TATE 


994 


iQijery: 

IJ 1 


1020 


TNVD 


1023 


■QBery : 


1180 


TIYE 


1183 


! Query : 


1236 


TRRE 


1239 


'^Uery : 


1395 


SSCD 


1398 


.Qyery : 


1435 


SQEE 


1438 


jqi|ery : 


1455 


SDKE 


1458 


livery : 


1570 


SEIE 


1573 


'^Qery : 


1639 


SYRD 


1642 



'fc#sn0002| PDOC00007 | TYR_PHOSPHO_SITE Tyrosine kinase phosphorylation site. 



Query : 


246 


RSRRERQY 


253 


Query : 


811 


RDTIDQGLY 


819 


Query: 


830 


REILDGLAY 


838 


Query: 


1444 


RHHEITY 


1450 




Query : 


1617 


KLVCDEIY 


1624 


>?soooc 


8 j PDOC000 08 j MYRI STYL N 


-myrist 


Query : 


218 


GGHRTA 


223 




Query: 


384 


GVSLAA 


3 89 




Query : 


494 


GQECGE 


49.9 




Query: 


599 


GAFGAV 


604 




Query : 


613 


GCCYAV 


618 




Query : 


684 


GQPASD 


689 
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Query: 


742 


GGVFSQ 


747 


Query : 


782 


GCHESE 


787 


Query : 


900 


GMVGTA 


905 


Query : 


914 


GSTKSA 


919 


Query : 


1373 


GVSIAI 


1378 


Query: 


1514 


GSFSNA 


1519 



>?S0C009_| PDOC00009 j AMIDATION Amidation site- 
Query : 475 TGKK 47 8 

> ?S00107 | PDOC00100 | PROTEIN„KINASE_ATP Protein kinases ATP-binding region signature. 
Query: 596 LGKGAFGAV 604 

> ?S00108 | PDOC00100 j PROTEIN_KINASE_ST Serine/Threonine protein kinases active-site signature. 
Query: 844 MIHRDLKPVNIFL 85 6 

>PS00116 | PDOC00107 | DNA„POLYMERASE_B DNA polymerase family B signature. 

.^ery : 687 ASDTDGLDS 695 

i H 



igrotein Family / Domain Matches, HMMer version 2 

parching for complete domains in PFAM 

firampfam - search a single seq against HMM database 

y^iMER 2.1.1 {Dec 199 8) 

Copyright (C) 1992-1998 Washington University School of Medicine 

HMMER is freely distributed under the GNU General Public License (GPL) . 



:HMEM file: 
Sequence file: 



/prod/ddm/seqanal/PFAM/pf am4 . 4/Pfam 
/prod/ddm/wspace/orfanal/oa-script .16895 .seq 



' J&uery: 14790 

jS^ores for sequence family classification (score includes all domains) : 



®del 


Description 








Score 




E-value 


N 


okinase 


Eukaryotic protein kinase domain 


282 .0 




7 .8e-81 


4 


Ribosomal L2 3 


Ribosomal protein L23 






5.0 




3.9 


1 


mRNA can enzyme 


mRNA 


capping 


enzyme 






-181 .3 




9.6 


1 


Parsed for domains: 


















Model 


Domain 


seq- f 


seq- t 


hmm-f 


hmm- t 


score 


E- 


-value 




pkinase 


1/4 


332 


443 . . 


30 


134 . . 


69.4 


3 


7e-18 




pkinase 


2/4 


501 


539 . . 


237 


278 . ] 


22 .8 


3 


2e-05 




pkinase 


3/4 


590 


662 . . 


1 


66 [ . 


51 .2 


4 


2e-13 




pkinase 


4/4 


797 


1001 . . 


65 


278 . ] 


138.7 


1 


le-37 




Ribosomal_L23 


1/1 


1223 


1244 . . 


1 


23 [. 


5 . 0 




3.9 




m RNA_ c a p_e n z yme 


1/1 


1004 


1309 . . 


1 


504 [] 


-181 . 3 




9.6 





Alignments of top-scoring domains: 

pkinase: domain 1 of 4, from 332 to 443: score 69-4, E = 3.7e-18 

*->ilk. .kesls. . IrEiqilkrIsHpNIvrllgvf ed . . . tddhlylv 
++++ k++++++ +E 1 +lsHpN+vr+l + +++++ + + 
147 90 332 KIDkcKKQIQgtETEFNSLVKLSHPNWRYLAMNLKeqdDSIWDIL 378 

mEymegGdLfdylrrngplsekeakkialQilrGleYLHsngivHRDLKp 
E+ g + L+ +1+ gp++ +++++++ Q+l+Gl+YLHsn++vH L + 
14790 379 VEHISGVSLAAHLSHSGPIPVHQLRRYTAQLLSGLDYLHSNSWHKVLSA 428 

eNILldengtvKiaD<- * 
+N+L+d +gtvKi+D 
147 90 429 SNVLVDAEGTVKITD 44 3 
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pkinasa: domain 2 of 4 , from 501 to 539: score 22.8, E = 3.2e-05 

*->rlplpsncSeelkdLlkkcLnkDPskRpGsatakeilnhpwf <-* 
+ +ps ++ +++d+lkkc ++D ++R+ + +++l+h + + 
14790 501 PVTIPSDLPADFQDFLKKCVCLDDKERW SPQQLLKHSFI 539 

pkinase: domain 3 of 4, from 590 to 662: score 51.2, E - 4.2e-13 

*->yelleklGeGsfGkVykakhk. tgkivAvKilkkesls IrE 

+e 1+ lG+G+fG V k+++k +g + +AvK ++ s++ + + E 
14790 590 FE ELQL LGKGAFGAVI KVQNK 1 DGCC Y AVKR I P I NPAS r q f r r i KG E 636 



14790 



iqi 1 krl sHpNIvr 1 1 gvf edtddhl <- * 
+ +1 rl+H+NIvr++ ++ ++++++ 
637 VTLLSRLHHENIVRYYNAWIERHERP 662 



pkinase: domain 4 of 4, from 797 to 1001: score 138. 7 , E - l.le-37 

*->hlylvmEyinegGdLfdylrrngplsekeakkialQilrGleYLHsng 
+ ly+ mEy+e+ L+d + + + + + +++ + + H cx+Y+H++g 
14790 797 YLYIQMEYCEKSTLRDTIDQGLYRDTVRLWRLFREILDGLAYIHEKG 84 3 

i vHRDLKpeNI Lldeng tvK i aDFGLAr 1 1 

+HRDLKp NI+ld++ +vKi+DFGLA++ + ++++++++++ + + + 

14790 844 MIHRDLKPVNIFLDSDDHVKIGDFGLATDHlaf sadskqddqtgdliksd 893 

. . eklttfvGTpwYmmAPEvileg. . . rgysskvDvWSlGviLyEll tgg 
++++lt+ vGT Y+ +PEv +g++++ y kvD SlG+i++E+ 
14790 894 ps GHLTGMVGT AL Y V- S P EV - - QG s t kS A YNQK VDL F S LG 1 1 FF EMS 937 



14790 



plfpgadlpaf tggdevdqliifvlklPf sdelpktridpleelf rikkr 

P e++f +++ 

93 8 YHPMV TAS ERI FVLNQL 954 



14790 



. . . . rlplpsncSee. . . . IkdLlkkcLnkDPskRpGsatakeilnhpwf 
+ + + + +++p+ + + ++ + k++++++Ln DP+kRp ta+e+l++ + 
95 5 rdp t S PKF P EDFDDGeha kQKS VI SWLLNHDP AKR P TATELLKSELL 1001 



14790 

^bosomal_L23 : domain 1 of 1, from 1223 to 1244: score 5.0, E = 3.9 
Ly *->tdiikyPviTeKlamnlleepNk<-* 
: =st + + ii y +TeKl+++++e + + 

14790 1223 VYI I LYDAVTEKLTRREVEA- KF 1244 

tfRNA_cap__enzyme: domain 1 of 1, from 1004 to 1309: score -181.3, E = 9.6 

is *->nqtteRvyelhkiElf svpelnGKKiglgikLpktdteslrtmVakl 

Q q++e + e+ 1 L+++d++ rtm a+ 

"~ 14790 1004 PQMEES ELHEV LHHTLTNVDGKAYRTMMAQI 103 4 

;1 5 

:=5 | lglamktktf PddeGsqPVsf erkdleesLkekdy f vceKTDGircshgF 

+ p + + + + ++ vce ir+ 

ijgs 14790 1035 FS QRISPAIDYTYDSDILKGNFSIRTAKMQQHVCETI- - IRI 107 4 

irj NRTGFLIAaLlFlvehpgleeaiSHiLSgef . . lidReknyYKQDYIDl 1 

O + +h + + + + i+ r +Y ++ 

14790 107 5 FKRHGAVQL CTplLLPRNRQIY EHN 1099 

pkrlf PrekdktkakelptyhrgtllDGElvidinriaveqkTlrYwFD 
++ If + + 1++ 1 d + + rYv + 

14 7 90 1100 EAALFMD HSGMLVM- LPFD LRIPF-ARYVARN 112 9 

alaisGqtviqrd. IskrLgdef ikavkKpf def kkvmpdakilnqqkYN 
+ ++ + i+r + L+ f + e + d+++++ 
14790 1130 NI LNLKRYCI ERVf RPRKLDR- F HPKELLECAFDIVTSTT 1168 

Fpf kiglkhmslsygqlkllkaeskmviskadampkllHinDGlIf tcvr 
f++ + ++y ++ + a + 
14790 1169 NSFLPTAEIIYTIYEIIQEFPA L QE- 1193 

dtpyieGeiLVEPGNSYlDf nLlKWKPkeenTvDFelilef eevndPeld 
++++i+ + L1K + 1 + + 
14790 1194 RNYSIYL NHTMLLKA ILLHCG IP 1216 

ekdgf slyLdYdampGELf kf slgVWqgGfnkrFevihtdqif f rvafqk 
e++ + ++++ + ++++++ v++ 
147 90 1217 EDK LSQVYI I LY* DAVTEKLTRRE VEAK- 124 3 

IgRlkhef aelsVsdkdwyklkaleqpldGrlVEcrladieillFQegrW 
f +1S+S +1 +++E + + + 
14790 1244 FCNLSLSSNSLCRLY KFIEQKGDLQD 1269 

eylrf RdDKqqalKtgGYsgNhistvekvllsikDgvsiEeLlkl f pGmY 
+ ++ + q+ tg +++v kD +Ee+ 1 
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14790 1270 LMPTINSLIKQK--TG- 



IAQLVKYGLKD LEEWGLLK- 



1303 



FAGAktlikr<-* 
k +ik 

14790 1304 KLGIKL 1309 

// 

Searching for complete domains in SMART 

hmmpfam - search a single seq against HMM database 

HMMER 2.1.1 (Dec 1998) 

Copyright (C) 1992-1998 Washington University School of Medicine 

HMMER is freely distributed under the GNU General Public License (GPL) . 



HMM file: 
Sequence file: 



/ddm/robi son/ smart /smart /smart . all . hmms 
/prod/ddm/wspace/orfanal/oa- script . 16895 . seq 



Query: 



Scores for sequence family classification (score includes all domains) : 
Model Description Score E-value N 



serkin_6 
tyrkin_6 



184 .2 
-40.3 



2 .2e-51 
2e-09 



Parsed for domains: 

Model Domain seq-f seq-t 



hmm-f hmm-t 



serkin_6 1/2 
serkin_6 2/2 
tyrkin_6 1/1 



286 539 
590 1001 
590 1001 



231 [] 
231 [] 
280 [J 



score E-value 



17.2 2.2e-ll 
166.8 3.5e-46 



-40.3 



2e-09 



Alignments of top-scoring domains: 

3erkin_6: domain 1 of 2 , from 286 to 539: score 17.2, E = 2.2e-ll 

;«% * - >Yel IkklGkGaFGkVylardkktgrlvAiKvi k 

: ™ + + lGk Vy a++tg v ++ ++ + ++ + 

l.|3 14790 286 IGSDEQLGK LVYNALETATGGFV LLYewvlqwqkkmgpf 1 325 

I rs 

; — erilrEiki Lkk . dHPNIVkLydvf ed dkl 

+ + + + + + + ++ + + + + + + E + L k HPN+V+ + + + + + + + + + 

I 14790 326 tsqekekidkckkqiQGTETEFNSLVKlSHPNWRYLAMNLKeqddsIW 37 5 
LJ | 

ff* ylVmEyceGdlGdLf dllkkrgrrglrkvlsE . earf yf rQi IsaLeYLH 

'Z^ + E+ ++G +L +1 + g+ ++ ++ r+y++Q+ls + L + YLH 

I'^J 14790 376 DILVEHTSG — VSLAAHLSHSGP IPVhQLRRYTAQLLSGLDYLH 417 

^ " sqgliHRDLKPeNiLLds . . hvKlaDFGlArql ttfvGTp 

t; s+ + +H L +N+L+d +++VK++D + + + + 1 + + + + + t v 

^ 14790 418 SNSVVHKVLS ASNVLVDAegTVK ITDYS I SKRLadi ckedv f eQTRV 464 



14790 



eYmAPEvl gYgkpavDi WS lGci lyEl 1 tGkpPFpqldl i f kk 

++++ + + gk + D+W 1G +1 1 G+ + + 

465 RFsdnalpyKTGK-KGDVWRLGLLLLSLSQGQE CGEYPV 502 



14790 



ig. . . . SpeakdLikklLvkdPekRlta . eaLedeldikaHPf f <- 
+++ + + + d++kk+ + d ++R++ +++L+ H f+ 

503 TIpsdlPADFQDFLKKCVCLDDKERWSPqQLLK HSFI 



539 



serkin_6: domain 2 of 2 , from 590 to 1001: score 166.8, E = 3.5e-46 

*->YellkklGkGaFGkVylardkktgrlvAiKvik 

+e l++lGkGaFG V + + + + k +g +A+K+i+ ++ +++ ++ +++ 
14790 590 FEELQLLGKGAFGAVIKVQNKLDGCCYAVKRI Pinpasrqf rrikge 63 6 



+ ■+•+ + + + + + + ++++ + + +++++++++++ + + + + + + + + 
14790 637 vtllsrlhhenivryynawierherpagpgtpppdsgplakddraargqp 686 



+++++ ++ + +++ +++ + +++++++ + + + +++++++++++ 
687 asdtdgldsveaaapppilsssvewstsgersasarfpatgpgssddedd 736 



14790 



erilrEikiLkk. . .dHPNIVkLydv 

+++++++ +++ + ++++++ + + E + +++++d+ + + + + 

737 dedehggvf sqsf lpasdsesdi iFDNEDENSKSQNqdeDCNEKNGCHES 786 



14790 



fed dklylVmEyceGdlGdLf dllkkrgrrglrkvlsE. earfy 

+ +++ + + ly+ mEyce +L+d + + + + + + + + + 

787 EPSvt teavHYLYIQMEYCEK- -STLRDTIDQGLY RDTvR-LWRL 82 8 



14790 



f rQil saLeYLHsqgliHRDLKPeNiLLds . .hvKlaDFGlArql 

f r+il + + L+Y+H++g iHRDLKP Ni + Lds + +hvK + + DFG 1 A+ + 
829 FREILDGLAYIHEKGMIHRDLKPVNIFLDSddHVKIGDFGLATDHlaf sa 878 



++++++++++ 



tt f vGTpeYmAPEvl gYgkpavDiW 

+++++++ t +vGT Y++PEv + + + + + Y+ +vD 



FIG- 7i 
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Ttmrsday, February 3, 2000 ^^^^W Analysis of 14790 

14790 879 dskqddqtgdl iksdpsghlTGMVGTALYVSPEVQgstksAYNQ-KVDLF 927 

SIGci lyEll tGkpPFp . . qldli f kkig Speakd 

SlG+i++E+ + p ++ ++++++++++++ +++ ++++ k+ 
14790 928 SLGIIFFEMSY-HPMVTasERIFVLNQLRdptSpkf pedf ddgeHAKQKS 976 

Likkl LvkdPekRl ta . eaLedel dikaHP f f < - * 
i+ 1L+ dP+kR+ta+e+L+ + + 

14790 977 VISWLLNHDPAKRPTAtELLK SELL 1001 

tyrkin_6: domain 1 of 1 , from 590 to 1001: score -40.3, E - 2e-09 

*->ltlgkkLGeGaFGeVykGtlk. . . ieVAVKtLkeda . . . .keeFlrE 
+ + + LG GaFG V k + k ++ AVK + + +++ + + E 
147 90 590 FEELQLLGKGAFGAVIKVQNKldgCCYAVKRIPINPasrqFRRIKGE 636 

akiMkklGgkHpNiVkLlGvcteegrrFmevePlmivmEymegGdLldyL 
++++1 +H+NiV+ + + +e 
14790 637 VTLLSRL- -HHENIVRYYNAWIE 657 

rknrpk 

r rp +++++++++++ + + + + ++++ -+++ + + ++ + +++ ++ 
14790 658 RHERPAgpgtpppdsgplakddraargqpasdtdgldsveaaapppilss 707 



Page: I 



■asr 



+ + +++++++ + + + ++++++++++++++++++ +++ + + + + + + 

14790 708 svewstsgersasarfpatgpgssddedddedehggvf sqsf lpasdses 757 



14790 758 diif dnedensksqnqdedcnekngchesepsvtteavhylyiqmeycek 807 

1 slsdLl s f AlQIAkGMeYLeskn f vHRDLAARNcLvg 

++ +++ + + + + L I +G +Y+++k+ +HRDL N+ ++ 

14790 808 stlrdtidqglyRDTVRLWRLFRETLDGLAYIHEKGMIHRDLKPVNIFLD 857 

enkwKIsDFGLsRdlyddDkkG eskdyYrkkggkggktl lPir . 

++ +VKI+DFGL+ d+ ++ +++++ +d +++ +++ + + + 

14790 858 SDDHVKIGDFGLATDHLAF- SADskqddQTGDLIKSDPSGHLTGMVGTAl 906 

WmAPEsl . .kdgkFtskSDVWSFGVlLWEif tlGeqPYpgeiqqf msnee 
+PE+ ++ ++ ++ k D +S G+ + E+ Y + ++++e 
14790 907 YVSPEVQgsTKSAYNQKVDLFSLGI I FFEM SYHPM VTASE 946 

. . -vleylkkGyRlpkPendlpiSs.vtCPdelYdlMlqCWaedPedRPt 
+ vl + + l + + + + Pe+ ++ + + + + + + + + + ++ clp + +Rpt 

14790 947 rifVLNQLRDPTSPKFPED FdDGEHAKQKSVISWLLNHDPAKRPT 991 

Fsel . . verl<-* 
+el + e+1 



i=y 14790 992 ATELlkSELL 1001 



froDom Matches 



FIG. 7j 
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Prod om Id 



View Prodom 40346 1 Boxer. V )'$'J 
[ Showing match Tj ▼ ] | Go? j 



Start 



18 



End 



323 



Description 



p99.2 (2) 001712(1) 06 165 1(1) // INITIATION FACTOR 
KINASE EUKARYOTIC EIF-2 ALPHA EIF-2ALPHA 



Page: 9 



Score 



295 



View Prodom 137719 ( Boxer 



[ Showing match 



H3CH3 



19 



1504 



View Prodom 1 | Boxer fjrj 



( Showing match 



341 



1017 



p99.2 (1) 074297_NEUCR // CPC3 PROTEIN 



p99.2 (2773) CC2(14) KKIT(14) KPC1(13) // KINASE 

PROTEIN TRANSFERASE A TP-BENDING 

SERIN E/THREONINE-PROTEIN PHOSPHORYLATION 

RECEPTOR TYROSINE-PROTEIN PRECURSOR 

TRANSMEMBRANE 



87 



107 



View Prodom 150228 [ Boxer " || ^~| 
I Showing match ^ ■■ '■ 



1105 



1206 



p99.2 (1) 074297_NEUCR // CPC3 PROTEIN 



View Prodom 2305 [j. Boxer J^] 

| Showing match :; 1;jrl ( r ^- 7 l 



View Prodom 42726 1 Boxer j J* J 



! ° f Showing match ' \. . [ " | j [: Go! 



1106 



1274 



1230 



1648 



p99.2 (23) SYH(12) // SYNTHETASE AMINOACYL-TRNA 
HISTIDYL-TRNA PROTEIN LIGASE A TP-BINDING 
BIOSYNTHESIS HISTIDINE— TRNA HISRS KINASE 



p99.2 (2) 001712(1) 061651(1)// INITIATION FACTOR 
KINASE EUKARYOTIC EIF-2 ALPHA EIF-2ALPHA 



90 



137 



221 



Prodomld 



Start 



End 



Description 



Score 



i^iew Prodom 4 0346 



Boxer • ( ; ^/| (; Showing match ; - > ^ ] j Co! j 



^40346 p99.2 (2) 001712(1) 061651(1) // INITIATION FACTOR KINASE EUKARYOTIC 
J= EIF-2 ALPHA EIF-2ALPHA 

Length = 296 



i^Score = 295 (108.9 bits), Expect = 1.7e-28, Sum P(2) 
; ~ identities = 58/144 (40%), Positives = 95/144 (65%) 



1 -7e-28 



p||iery: 18 SYPQRQDHELQALEAIYGADFQDLRPDACGPVKEPPEINLVLYP- -QGLTGEEVYVKVDL 75 

S+ +RQ EL + +++I+G D +DLRP A ++P+I+LP GEYV L 

jj&bjct: 9 SFRERQAQELEVIKSIFGCDVEDLRPQANPSLWKPTDI RIQLTPLRDSSNGLETYVCTKL 68 

gaery: 76 RVKCPPTYPDWPEIELKNAKGLSNESVNLLKSRLEELAKKHCGEVMIFELAYHVQSFLS 13 5 

_J V CP YP + P+I L+- +KG+S++ + L+++L+ +++ GEVMI+ELA VQ+FL 

Sbjct: 69 HVTCPSKYPKLPPKISLEESKGMSDQLLEALRNQLQAQSQELRGEVMIYELAQTVQAFLL 12 8 

Query: 13 6 EHNKPP PKS FHEEMLERRAQEEQQ 159 

EHNKPP SF+++ML+ + + +Q+ 
Sbjct: 129 EHNKPPKGS FYDQMLQDKQKRDQE 152 



Score = 63 (27.2 bits), Expect = 1.7e-28, Sum P(2) 
Identities - 15/59 (25%), Positives = 30/59 (50%) 



1 .7e-2E 



Query: 2 66 EILYFN-MGSPDQLMVHKGKCIGSDEQLGKLVYNALETATGGFVLLYEWVLQWQKKMGP 32 3 

E LYF+ MG + +G C+G ++ G + Y ++ G + + EW + + + + p 

Sbjct: 230 ETLYFHKMGR QIQRGCCVGHSQR-GCIAYTGIDMHCGQLLYITEWNIKYSQLEQP 2 83 



View Prodom 427 2 6 



>42726 p99.2 (2) 001712(1) 061651(1) // INITIATION FACTOR KINASE* EUKARYOTIC 
EIF-2 ALPHA EIF-2ALPHA 
Length = 4 69 

Score = 221 (82.9 bits), Expect = 7.5e-15, P = 7.5e-15 

Identities = 92/341 (26%), Positives = 160/341 (46%) FXG. 7^ 
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1274 INSLIKQKTGIAQLVKYGLKDLEEXXXXXXXXXXXXXXXXNLGLVYKVQQ--HNGIIFQF 13 31 
+ SL+ + K A L + L+ + LE GL + + GI++Q 

Sbjct: 70 L K S LMRG KG EAA S L ARG A LR E L ETWGLAYS LG VKC P I H I WAG L P I S FDRAS NGG I VWQM 129 

Query: 1332 VAFIKRRQRAVPEILAAGGRYDLLIPQF-RGPQALGPVPTAIGV SIAIDKISAA 13 84 

A +K + P +LA G RYD +++F+Q P AGV + + + DK+ AA 

Sbjct: 130 TADLKPNRSGHPSVLAIGERYDSMLHEFQKQAQKFNPAMPARGVLSGAGLTFSLDKLVAA 189 

Query: 1385 VLNMEESVTISSCDLLVVSVGQMSMSRAINLTQKL- WTAGITAEIMYDWSQSQEELQEYC 144 3 

V +E + + D+ + G + + +L W+ GI 1+ S+ +E Q+ 

Sbjct: 190 V-GVEYAKDCRAIDVGICVCGTRPPLKDVTYIMRLLWSVGIRCGIVEAASELGDEAQDLA 2 48 

Query: 1444 RHHEITYVALVSDKEGSHVKVKSFEKERQTEKRVLETELVDHVLQKLRTKVTDERNGREA 1503 

R + +V LV++ GS ++V+SFE+ER E+ + TELV+ + + LR+ D NG 
Sbjct: 249 RLGAL- HVI LVAEN- GS - LRVRS FERERFQERHLTRTELVEF IQKMLRS DGLNGTTV 3 02 

Query: 1504 SDNLAVQNLKGSFSNAS GLF- EIHGATV VPI VSV- - LAPEKLS 154 3 

DN + + GS N S GL AT+ +P + V L + K + 

Sbjct: 303 -DNFSHLSALGSGDNRSSGGKERERGENGLSTSASNATIKNNYSQLPNLQVTFLTHDKPT 3 61 

Query: 1544 ASTRRRYETQVQTRLQTSLANLHQKSSEIEILAVDLPKETI 1584 

A+ +RR E QV ++ ++L+ +K + + +L V+LP + 
Sbjct: 362 ANYKRRLENQVAQQMSSTLSQFLKKETFV- VLWELPPAW 401 

Score = 150 {57.9 bits), Expect = 4.2e-07, P = 4.2e-07 
Identities = 66/300 (22%), Positives = 137/300 (45%) 



Query : 
Sbjct : 
Query : 
jj^bjct : 
i. p uery : 

USbjct: 
{safe 

; Query : 

y i 

:^bjct: 
IJuery: 
=s^bjct : 



13 68 VPTAIGVSIAIDKISAAVLNMEESVTISSCDLLWSVGQMSMSRAINLTQKL-WTAGITA 142 6 
V + G++ ++DK+ AAV +E + + D+ + G + + +L W+ GI 

173 VLSGAGLTFSLDKLVAAV-GVEYAKDCRAIDVGICVCGTRPPLKDVTYIMRLLWSVGIRC 2 31 

1427 EIMYDWSQSQEELQEYCRHHEITYVALVSDKEGSHVKVKSFEK--ERQTEKRVLETELVD 1484 
1+ S + +E Q+ R + +V LV++ V+ E+ ER + L E + 

2 32 GIVEAASELGDEAQDLARLGAL-HVILVAENGSLRVRSFERERFQERHLTRTEL-VEFIQ 289 

1485 HVLQK LRTKVTDERNG REA SDN LAV QNLKGSFSNASGLFEIHGATWPI 1533 

+ L+ L D+A DN+ +G + +AS + + +P 

2 90 KMLRSDGLNGTTVDNFSHLSALGSGDNRSSGGKERERGENGLSTSASNATIKNNYSQLPN 349 

1534 VSV- -LAPEKLSASTRRRYETQVQTRLQTSLANLHQKSSEIEILAVDLPKETILQFLSL- 1590 
+ V L +K + A+ +RR E QV + + ++L+ +K + + +L V+LP + + 

3 50 LQVTFLTHDKPTANYKRRLENQVAQQMSSTLSQFLKKETFV-VLWELPPAWNAIVGAI 408 

1591 -EWDADEQAFNTTVKQLLSRLPK-QRYLKLVCDEIYNIKVEKKVSVLFLYSYRDDYYRIL 1648 
+ + + + ++ R K +RY+ + +E+ + + K ++ LYS D YYR++ 

4 09 NPREIRKRETEPEINYVIERFSKYKRYISEINEEWDYLSDAKTPIVALYSISDSYYRVI 468 



jykew Prodom 2 3 05 (Boxer | |> Showing match -V ' jpQo! j 

;32305 p99.2 (23) SYH(12) // SYNTHETASE AMINOACYL-TRNA HISTIDYL-TRNA PROTEIN 

LIGASE ATP- BINDING BIOSYNTHESIS HISTIDINE — TRNA HISRS KINASE 
*asl Length = 14 5 

Score = 137 (53.3 bits), Expect = 3.9e-08, P = 3.9e-08 
Identities = 41/131 (31%), Positives = 62/131 (47%) 

Query: 1106 DHSGMLVMLPFDLRI PFARYVARNNI LNLKRYCI ERVFRPRK- - LDRFHPKELLEC 1159 

D G L+ L +DL +PFARYVA N + L LKRY I +V+R + + R +E +C 

Sbjct: 18 DQGGELLSLRYDLTVPFARYVAMNLLKVTNLPLKRYHIAKVYRRDRPAMTRGRYREFYQC 77 

Query: 1160 AFDIVTSTTNSFLPXXXXXXXXXXXXQEFPALQERNYSIYLNHTMLLKAILLHCGIPEDK 1219 

FDI + ++ P + + N + I +NH + L ++L P K 

Sbjct: 78 DFDII -GEYDTMAPDAEILKILTEILSQLGIRELGNFKIKINHRGILDSLLQ PWPK 132 

Query: 1220 LSQVYI I LYDA 12 30 

Q Y+ Y A 
Sbjct: 133 TLQEYLTQYKA 143 



View Prodom 1 



>1 p99.2 (2773) CC2(14) KKIT(14) KPC1(13) // KINASE PROTEIN TRANSFERASE 
ATP- BINDING SERINE/THREONINE- PROTEIN PHOSPHORYLATION RECEPTOR 
TYROSINE- PROTEIN PRECURSOR TRANSMEMBRANE 

Length = 4 31 1?IG. 
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Score = 107 (42.7 bits), Expect = 0.0032, Sum P(2) = 
Identities = 36/106 (33%) , Positives - 50/106 (47%) 



0.0032 



Query: 848 DLKPVNIFLDSDDH VK- IGDFGLATDHLAFSADSKQDDQTGDLIKSDPSGHLTG 900 

DLKP NI LD +■ H +K I DFGLA + +S+ S + + 

Sbjct: 220 DLKPENILLDEESHENTPNMIKLIADFGLAKE- - IYSSSSTYEEMSSSQAVFGSHQTTST 277 

Query: 901 MVGTALYVS PEVQGSTKSA YNQKVDLFSLGI IFFEM 93 6 

M GT YVS PE SA Y+ K D++S G+ I +EM 

Sbjct: 278 MCGTPYYVSMKSMAPEYMAPESSATNYQKYSTKSDVWSFGVILYEM 323 



Score - 105 (42.0 bits), Expect = 3.5e-05, Sum P(3) 
Identities = 35/102 (34%), Positives = 48/102 (47%) 



3 . 5e-05 



Query: 824 RLWRLFREILDGLAYIHEK GMIHR DLKPVNIFLDSDDH VK-IGDF 867 

+L +1 GL Y+H K G+IHR DLKP NI LD + H +K I DF 

Sbjct: 187 QLMHYVHQIAKGLEYLHSKNQKHQGI IHRAKKVDLKPENI LLDEESHENTPNMIKLIADF 24 6 

Query: 868 GLATDHLAFSADSKQDDQTGDL I KSDPSGHLTG MVGTALYVS 909 

GLA + +S+ S ++ + + M GT YVS 

Sbjct: 2 47 GLAKE- - IYSSSSTYEEMSSSQAVFGSHQTTSTMCGTPYYVS 28 6 

Score = 74 (31.1 bits), Expect = 0.91, Sum P(2) = 0.60 
Identities = 30/127 (23%), Positives = 60/127 (47%) 



Query: 
Sbjct: 
Query : 
Sbjct: 
'^uery: 

: zH 

•Hbjct : 



3 41 QGTETEFNSLVKLSHPNWRYLAMNLKEQDDSIWDIL-VEHISGVSLAAHLSHSGPIPV 399 

+G+ E+ + + ++ L++ + + + + + + H+S S + LSHS 
134 EGSLVEYMEYMSGGSEDYMKKLSLETVMKIAMMILQFMQIMHMSSESES--LSHS 186 

4 00 HQLRRYTAQLLSGLDYLHSNS WHKV LSASNVLVDAEG TVK- ITD 443 

QL Y Q+ GL+YLHS + ++H+ L N+L+D E +K I D 

187 -QLMHYVHQIAKGLEYLHSKNQKHQG I IHRAKKVDLKPENI LLDEESHENTPNMIKLI AD 24 5 

444 YSISKRL 450 

+ ++K + 
246 FGLAKEI 2 52 



^Score = 65 (27.9 bits), Expect = 3.5e-05, Sum P(3) = 3.5e-05 
^Identities = 29/124 (23%), Positives = 50/124 (40%) 



rguery 
iJ§b j c t 
M^uery 

:3 

;^bjCt 

j^Jaery 
jllbjct 



907 YVSPEVQGSTKSAYNQKVDLFSLGI IFFEM- SYHPMVTASERIFVLNQLRDPTSPKFPED 965 

Y + + PE + Y+ K D++S G+I +EM + P E + + + S K E 

294 YMAPESSATNYQKYSTKSDVWSFGVILYEMLTGKPPFFPGES--EVSEEEPYQSMKNMEV 3 51 

966 FDDGEHAKQKSVISWLLNHDPAKRPT ATELLKSELLPPPQMEESELHE 1013 

+ G + V+S ++ + P A + LLK L P+ E 

352 LEMGPEETIQKVMSKIVEKKGERMPQPSSSNCPEVSQEAKDLLKKCLQKDPEKRRPTFEE 411 

1014 VLHH 1017 
+ L H 
412 ILQH 415 



Mscore = 55 (24.4 bits), Expect = 3.5e-05, Sum P(3) = 3.5e-05 
[^Identities = 12/23 (52%), Positives = 18/23 (78%) 

'^ery: 5 89 EFEELQ-LLGKGAFGAVIKVQNK 610 
+ + E L+ LLGKG+FG V K + +K 
Sbjct: 33 QYELLKKLLGKGSFGKVYKAKHK 55 

Score = 49 (22.3 bits), Expect = 34., Sum P(2) = 1.0 
Identities = 12/39 (30%), Positives = 24/39 (61%) 

Query: 507 DLPADFQDFLKKCVCLD- DKERWSPQQLLKHS - FINPQP 54 3 

++ + +D LKKC+ D +K R + +++L+H F+ P 
Sbjct: 3 85 EVSQEAKDLLKKCLQKDPEKRRPTFEEILQHPWFLMRNP 4 23 

Score = 40 (19.1 bits), Expect = 0.0010, Sum P(3) = 0.0010 
Identities = 8/11 (72%), Positives = 9/11 (81%) 

Query: 59 6 LGKGAFGAVIK 606 

LG G+FGAV K 
Sbjct: 2 LGTGSFGAVYK 12 



View Prodom 150228 

>150228 p99.2 (1) 074297_NEUCR // CPC3 PROTEIN FIG. 7m 

Length = 108 
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Page: 12 

Score = 90 (36.7 bits), Expect = 0.0039, P = 0.0039 
Identities = 32/105 (30%), Positives = 43/105 (40%) 



Query: 1105 MDHSGMLVMLPFDLRIPFARYVAR--NNILNLKRYCIERVFRPRKLDRFHPKELLECAFD 1162 

+D +G ++ LPFDL + AR +AR N+ + K Y +FR R P E FD 

Sbjct: 3 LDQNGTVLOLPFDLMMGHARSLARITNSPWQKSYSFGNIFRDRH-GGGQPDVYGEVDFD 61 

Query: 1163 IVTSTTNSF-LPXXXXXXXXXXXXQEFPALQERNYSIYLNHTMLL 1206 

I VTS L FP + L H+ LL 

Sbjct: 62 IVTSDALDLALKEAEVIKVLDEIATAFPTVSSTPICFQLGHSDLL 106 



view Prodom 137719 |j Boxer j;jT] |; Showing match , ~[$) [^GoT| 

>137719 p99.2 (1) 074297_NEUCR // CPC3 PROTEIN 
Length - 304 

Score = 87 (35.7 bits), Expect = 0.61, Sum P(2) = 0.45 
Identities - 41/156 (26%), Positives = 64/156 (41%) 

Query: 19 YPQRQDHELQALEAIYGADFQDLRPDACGPVKEPPEINLVLYPQGLTGEEVYVKVDLRVK 7 8 

Y + Q+ E+ L+AIYG DF K P ++ + P + +E+ V L V 

Sbjct: 44 YQEVQESEVMVLQAIYGEDFTQHEAAHGAWQKSEPRFDIKIKPS- -SDQEL- - SVTLGW 99 

Query: 79 CPPTYPDWPEIELKNAKGLSNESVNLLKSRLEELAKK HCGEVMIFELAYHVQSFLS 135 

TYP P + +K+ L ES + E K + MI ++ ++ L 

SbDCt: 100 MVATYPKTPPLLTIKDDHSL-RESTKFKIQKFVETQPKIYAQAEQEMIDQIVEGIRDILE 158 

_^Query: 136 E--HNK PP PKSFHEEMLERRAQEEQQR 160 

E K P ++ HE L R AQ E++R 

. ; f~Sbjct: 159 EAAQKKVQGLEIPSLEEERAAHEAELARLAQSEKER 194 

m Score = 49 (22.3 bits), Expect = 0.61, Sum P(2) = 0.45 
Identities = 13/48 (27%), Positives = 27/48 (56%) 

jj=|Query: 1458 EGSHVKVKSFEKERQTEKRVLETELVDHVLQK-LRTKVTDERNGREAS 1504 
.LZ E ++ EKER+ K + + E++ + VL+ L+ ++ +RN + S 

l^ySbjct: 181 EAELARLAQSEKEREERKKLEESKEEERVLEDMLQEELKRQRNKAKES 228 

Score =47 (21.6 bits), Expect = 0.96, Sum P(2) = 0.62 
yi Identities = 15/61 (24%), Positives = 26/61 (42%) 

S_ Query: 238 KHRANSSGRSRRERQYSVCNSEDSPGSC-EILYFNMGSPDQLMVHKGKCIGSDEQLGKLV 296 
O . + + +A S + R Q S + PG E L F+ P ++ G + +GK V 

; „„Sb 3 ct: 2 22 RNKAKESRKKNRSHQLSPDRAPQDPGETDETLMFDQ-- PCKITDGSGNALFFQTVIGKTV 279 
j^^Query: 297 y 297 
jjQSbjct: 280 F 2 80 

^ Score = 47 (21.6 bits), Expect = 0.96, Sum P{2) = 0.62 
Q Identities = 19/83 (22%), Positives = 33/83 (39%) 

Query: 750 LPASDSESDIIFDNEDENSKSQ-NQDEDCNEKNGCHESEPSVTTEAVHYLYIQMEYCEKS 808 

L S E ++ D E K Q N+ ++ +KN H+ P + + + + 

Sbjct: 2 00 LEESKEEERVLEDMLQEELKRQRNKAKESRKKNRSHQLSPDRAPQDPGETDETLMFDQPC 2 59 

Query: 809 TLRDTIDQGLYRDTVRLWRLFRE 831 

+ D L+ TV + FRE 

Sbjct: 260 KITDGSGNALFFQTVIGKTVFRE 282 
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14790 Expression in Hepatocytes 
of HCV+ Livers 
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